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衡。美国学者 Marelli 博士认为入侵我国沿海的是 Mytilopsis adamsi 而不是
Mytilopsis sallei。 
本研究观测了节织纹螺 5 个形态群体的贝壳特征，并在显微镜下观察和拍摄











2. 节织纹螺 5 个形态群体 COI 基因序列存在变异，678-679 bp 的片段上有
31 个变异位点，其中 20 个为密码子第三位碱基，5 个为密码子第二位碱基，6
个为密码子第一位碱基；同群体和不同群体的个体在 DNA 序列上差异较小，根
据 Kimura 2-parameter 法计算，群体之间的遗传距离在 0.001-0.010 之间，平均值
















3. 节织纹螺 5个形态群体 18S rDNA的 4种碱基含量很接近，在 23.6%-27.6%
之间，1750-1753 bp 的片段上有 47 个变异位点，其中 43 个为密码子第三位碱基，


























Nassarius hepatieus and Mytilopsis sallei respectively belong to Class 
Gastropoda and Bivalvia of Phylum Mollusca. Nassariids are delicious and many 
people like to eat them. But some species have toxicity, so there were many poisoning 
incidents in recent years. Shell shape has always been the important characteristics of 
snail classification. Because the descriptions came from different areas and different 
scholars and lack of the research on larve development and molecular phylogeny, the 
taxonomy of Family Nassariidae has been confused. Homogeneity with different 
names and homonymy with different species often happen.  
Mytilopsis sallei originally inhabits in tropic water area in Central America. It 
has been introduced into many areas and countries by attaching to hulls of ship. It has 
been introduced to Yundang Lake, Maluan Bay and other bays nearby in recent years. 
Mytilopsis sallei has become the dominant species of local fouling community, 
destroying original ecological balance. Doctor Marelli considered the species 
introduced to China coast was not Mytilopsis sallei, but Mytilopsis adamsi. 
The shell parameters and radula structure of five shape populations of Nassarius 
hepatieus were observed and determined. The 18S rDNA and COI gene sequences of 
Nassarius hepatieus of five populations were determined and the molecular 
phylogenetic trees were constructed and their shell polymorphism and genetic 
variability were analyzed. It will supply the classification foundation and basic datas 
for preventing poisoning incidents in eating Nassarius hepatieus. We also observed 
the shell forms of Mytilopsis sallei in four bays (Maluan Bay, Dongshan Bay, 
Shenzhen Bay and Yundang Lake) and determined the related parameters, especially 
the key feature (tooth-like projection, apophysis). We determined their COI gene 
sequences and constructed their molecular phylogenetic trees. We preliminarily 
proved that the species introduced to China coast is Mytilopsis sallei. The results will 
provide important datas for marine biodiversity conservation, ecological security and 
biological invasion control. The main results are as follow. 
1. This five groups of Nassarius hepatieus had slight differences in shell. Some 
parameters of their radula had significant differences, such as width of central teeth, 
maximum cusp of central teeth, minimum cusp of central teeth, width of lateral teeth 
















2. The contents of four kinds of bases in COI gene sequences among five groups 
of Nassarius hepatieus were closed. The variation rate was 4.57%. 31 variable sites 
existed and 20 of them were the third codon, 5 of them were the second codon, 6 of 
them were the first codon. The genetic distances of COI among them were range from 
0.001 to 0.011. Genetic distances between species were bigger than that within 
species. Comparing with other nassariids’ gene sequences, five groups of Nassarius 
hepatieus always aggregated together first. So, five groups of Nassarius hepatieus 
were considered as the same species.  
3. The contents of four bases in the 18S rDNA of these five Nassarius hepatieus 
were also closed and the variation rate was 2.67%. The genetic distances among them 
of 18S were range from 0.001 to 0.008. 47 variable sites existed and 43 of them were 
the third codon, 4 of them were the first codon.  
4. For the characteristics of shell colour and shape, Mytilopsis sallei in Shenzhen 
bay were different from Mytilopsis sallei in other three bays. But the shell 
morphology could not be the classification basis. But the tooth-like apophysis could 
be species identification basis for Genus Mytilopsis.  
5. The homology of Mytilopsis sallei of four bays in COI gene sequences was 
97.88%. The variation rate was 3.8%. The genetic distances between them ranged 
from 0.002 to 0.027. And genetic distances with other species of Dreissenidae ranged 
from 0.139 to 0.745. Genetic distances between species were bigger than that within 
species. The genetic distance between Mytilopsis sallei of Shenzhen Bay and 
Mytilopsis sallei of other bays was further. Combining the results of morphology and 
molecular phylogeny, populations in four bays were the same species, as Mytilopsis 
sallei. 
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